Abstract
We compared the Bayesian tree ( Fig. 1) , with an a priori hypothesis where the phylogeny was constrained to be consistent with Groves ' (2001) 2006) was used to generate a constraint tree. The likelihood of the constraint tree was then 1 7 9 compared with the best tree using the SH test (Shimodaira & Hasegawa, 1999) and AU test 1 8 0 (Shimodaira, 2002) in PAUP* Version 4.0a (build 164) (Swofford, 2001 Morphological data was collected by direct observations during field survey as well as from Himalayan langur. These included the four characters described by Nag et al. (2011) and two tail carriage (Roonwal, 1979 (Roonwal, , 1984 and demarcation between the head and the body (HBC) 1 9 2 (Bishop, 1979; Groves, 2001; Hill, 1939; Pocock, 1939) .Within the NT langurs, two forms of and the tip of the tail hangs perpendicular to the ground, here onwards TC3 (Fig. 1b) ,
whereas, in the Himalayan populations the tail loops well behind the back and the tip ends above the base of the tail, here onwards TC4 (Fig. 1a) . We coded them TC3 and TC4 to be and nor while it was running or standing (as per Roonwal, 1984) . The Himalayan langur has a 2 0 0 distinct demarcation between the head and the body, the head is bushy and white coloured 2 0 1 distinct from the grey-brown body (Fig. 2a) (Bishop, 1979; Groves, 2001; Hill, 1939 without any distinction between the head and the body (Fig. 2b) . We call this character Head-
Body contrast (HBC) character. Apart from these two characters we also used the four and therefore were coded '0'(absent). We recorded these characters by direct observations 2 0 7 using 10 X 50 binoculars (Olympus) and through photographs taken from a digital camera We typed 65 adult individuals from 29 locations (Supplementary material, Table S6 ). We (2011) coding system. The codes for S. hypoleucos were similar to ones used in Nag et al. We prepared a character matrix with the terminal taxa in the rows and the six 2 1 9 morphological characters in the columns. Using this matrix, first the mean character distribution of these species fits well with our data. For the Himalayan langur, precipitation of driest quarter (Bio17) was the highest ranked next two contributing variables (Table 5) . (Bio1) were the next two highly contributing variables (Table 5) . Niche overlap between S. entellus and Himalayan langur was 17 percent (Schoener's 3 2 0 D value = 0.17). However, when we compare the areas with high probability of distribution 
